ABSTRACT Tomato wilt disease caused by Fusarium oxysporum f. sp. clean reads which were aligned to the reference sequences as described by 157 previous report (Trapnell et al. 2012 ).
158
For RNA-seq, the clean reads were then aligned to the tomato reference genome Table S1 ). Calmodulin-like protein (9 genes), MAPK (2 genes) and others (7 genes).
319
Seventeen DEGs were regulated in both Moneymaker and Motelle. (Table 2) .
320
To miRNAs from sRNA-seq, we predicted the targets of known and novel 321 miRNAs with the number 1179 and 2615, respectively (Table S6 ). In total, thirty- 
347
We also selected additional twenty defense-related genes at the same level of 348 sample read coverage to further verify the data from RNA-seq using qRT-PCR.
349
The results displayed the same expression of up-regulation or down-regulation but
350
with the fold changes varies due to the two different methods for gene 351 quantification (data not presented).
352
To further characterize the miRNAs expression patterns, we identified twenty- (Fig. 6) . To test the reliability of our sRNA-Seq data,
355
Northern blot analysis was performed on nine DE miRNAs (sly-miR160a, sly-356 miR477-5p, sly-miR167a, novel_mir_273, novel_mir_469, novel_mir_365,
357
novel_mir_675, novel_mir_504 and novel_mir_762) using primers listed in Table   358 S8. Ethidium bromide staining of gels were applied as loading control. Our data 
365

DISCUSSION
366
In the present study, we explored the advantages of near-isogenic susceptible and To conclude, by integrative analysis, our broad genome transcriptome RNA- 
699
Several miRNAs including known and novel highlighted with red in Fig. 6 Motelle. Genes (underlined) were further analyzed by qRT-PCR. Receptor kinase (20 genes) Solyc06g062450, Solyc03g059080, Solyc07g054120, Solyc04g074000, Solyc04g014400, Solyc03g098400, Solyc01g013880, Solyc01g016370, Solyc03g082780, Solyc12g040740, Solyc12g100020, Solyc01g096350,
